Salmonella Enteritidis and Salmonella Typhimurium continue to be the most frequently identified serovars among confirmed cases of salmonellosis. In the current study, different genetic targets (safA, sdf I, STM4497, and typh) were compared, attending to their specificity and sensitivity in pure cultures and in spiked samples, in order to determine their capacity to accurately identify them by loop-mediated isothermal amplification (LAMP). For the genes selected to detect Enteritidis, both performed equally well regarding their specificity, but safA proved more sensitive than Sdf I; minor differences were observed among these genes when analyzing spiked food samples. Regarding the targets for Typhimurium, STM4497, and typh, the former demonstrated to be more specific and sensitive, both when analyzing pure cultures as well as spiked samples. These results highlight the importance of an adequate evaluation of the genetic targets selected, before their implementation for routine analyses.
reduce costs and ease of implementation. Gaining increasing interest are the isothermal amplification approaches. Among them, we can find helicase-dependent amplification, nucleic acid sequence-based amplification or Recombinase Polymerase Amplification, among others (Fykse et al., 2007; Kuchta et al., 2014; Kim and Lee, 2016; Garrido-Maestu et al., 2018) . One of the isothermal methods that has caught great attention in recent years is Loop-mediated isothermal AMPlification (LAMP), which was originally developed by Notomi et al. (2000) . It relies on an auto-cycling strand displacement DNA synthesis performed by the Bst DNA polymerase large fragment. LAMP presents several advantages over PCR/qPCR, such as higher specificity due to the use of six primers instead of two, the reaction is performed at one single temperature, thus not needing a thermocycler; in addition, during the reaction, an insoluble product is formed (magnesium pyrophosphate) generating an increase in turbidity detectable with a naked eye, which can even be correlated with DNA concentration making the technique quantitative (Mori et al., 2001 (Mori et al., , 2004 Hara-Kudo et al., 2007) . New approaches have been developed in recent years with the aim of improving naked eye detection of positive amplification, such as the use of gold nanoparticles (Arunrut et al., 2016; Kong et al., 2018) . All these approaches are very attractive for the development of miniaturized devices due to their simplicity in temperature setup, and feasibility for in situ performance of the assays (Garrido-Maestu et al., 2017a) . Along with the increase in methodologies, many different genetic targets have been reported for different foodborne pathogen detection and characterization, including Salmonella (Zhang et al., 2011; Liu et al., 2012; Tang et al., 2012; Zhuang et al., 2014; Chen et al., 2015) . With so many options, difficulties in selecting the most appropriate target have occurred. In the present study, two sets of genetic targets were tested for each serovar. For SE genes, safA and Sdf I, were selected. safA encodes for the major subunit of S. enterica atypical fimbriae and is involved in host-restricted colonization of the porcine ileum (Maurischat et al., 2015) . Sdf I was reported to be specific for SE and is chromosomally encoded, but its function is unknown (Agron et al., 2001; Regan et al., 2008) . Similarly, two gene targets specific for ST are represented by STM4497 and typh. STM4497 encodes for a putative cytoplasmic protein (Kim et al., 2006) . The gene target typh, was described previously to be Typhimurium specific, but no specific biological function has been assigned (Olsen et al., 1995; Alvarez et al., 2004) . The selection of these targets was based on the fact that LAMP assays have been previously published for most of them, and the inclusivity/ exclusivity tests reported several target and non-target strains from the genus Salmonella and nearest phylogenetically related species. The aim of the present study was to evaluate these gene targets for the specific identification of SE and ST in foods, based on LAMP.
MaTerials anD MeThODs
Bacterial strains and culture Media S1400 and CECT 4594 were considered the reference strains for SE and ST, respectively. These strains were selected for the sensitivity assays, as well as for all spiking experiments. In addition to these, a total of 34 strains were included in the evaluation of the specificity. Information regarding the strains tested is provided in Table 1 .
All pure bacterial cultures were performed by inoculating 1 single colony into 4 mL of buffered peptone water or tryptic soy broth (BPW, TSB, Biokar diagnostics S.A., France) and incubated at 37°C overnight. Whenever the cultures were used for food sample inoculation, 10-fold serial dilutions were performed in BPW, and then plated on TSB +15 g/L of agar. The plates were incubated as detailed previously. Finally, for food sample analysis, the enrichment broth selected was mTA10, as described by Garrido et al. (2013) , and the incubation was performed at 37°C for 18-24 h. 10 mM Tris-HCl, 1 mM EDTA, Sigma-Aldrich, St. Louis, MS, USA) and centrifuged using the same conditions as described above. The pellet was resuspended in 300 µL of TE 1× and heated at 99°C for 15 min with constant agitation (1,000 rpm) in a shaker Thermomixer comfort heating block (Eppendorf AG, Germany). Finally, the bacterial cultures were centrifuged as detailed above, and the supernatant, containing bacterial DNA, was transferred to a clean tube and stored at −20°C. DNA concentration was measured with a NanoDrop 2000c spectrophotometer (Thermo Fisher Scientific Inc., Waltham, MA, USA). DNA extracted from pure bacterial cultures of each reference strain was 10-fold serially diluted in TE 1×, this was performed for the determination of the lowest detectable concentration.
Food Samples
In order to avoid PCR inhibitors which may be associated with the food matrices, 1 mL of all food samples was centrifuged at 380 × g for 2 min to remove food debris, the supernatant was collected and centrifuged at 16,000 × g for 5 min. The pellet was resuspended in 1 mL of PBS and centrifuged again using the same conditions as previously described. After eliminating the PBS, the pellet was resuspended in 300 µL of 6% Chelex ® 100 (Bio-Rad Laboratories, Inc., USA), the samples were incubated at 56°C for 15 min with constant agitation (1,000 rpm). This step was followed by a thermal lysis at 99°C for 10 min. Finally, the samples were centrifuged at 16,000 × g for 5 min, and the supernatant was collected, and stored as described for pure cultures.
genes selected and laMP reaction Two sets of genetic targets were tested for each serovar, safA and Sdf I for SE; and STM4497 and typh for ST. The evaluation of safA and STM4497 was based on the primers designed by GarridoMaestu et al. (2017b) with the addition of newly designed loop primers, while for Sdf I and typh those designed by Yang et al. (2010) and Pavan Kumar et al. (2014) , respectively, were chosen. The selection of the primers for safA and STM4497, was based on the fact that they exhibited excellent performance (accurate, sensitive, and specific detection) in food samples including chicken and turkey (Garrido-Maestu et al., 2017b) . On the other hand, regarding those targeting Sdf I and typh, it was based on the fact that their specificity was tested against a reasonable panel of strains (5 SE and 8 non-SE, including 1 ST with Sdf I; and 28 ST, 22 non-ST and 6 non-Salmonella for typh). Further details regarding the sequences of all primers, are provided in Table 2 .
All LAMP experiments were performed in a Loopamp Realtime Turbidimeter LA-500 (Eiken Chemical Co., Ltd., Japan). The reactions were prepared in a final volume of 25 µL, with 1 M Betaine (Sigma-Aldrich, St. Louis, MS, USA), 12.5 µL of Isothermal Master Mix (OptiGene Ltd., Horsham, UK) and the corresponding amount of primers (see Table 2 ), and 3 µL of template DNA. The amplification was accomplished at 65°C for 1 h. Even though the amplification was performed in 1 h, only those food samples reporting positive within the first 30 min were considered as such for safA, Sdf I, and STM4497, while for typh, due to the lack of loop primers, up to 40 min were considered acceptable. Food sample contamination and analysis A total of 87 food samples were spiked with different concentrations of both serovars, SE and ST. The types of foods selected covered those of high risk (raw chicken, turkey, raw, and cooked egg products). Twenty-five grams of each food sample were weighed and 225 mL of mTA10 broth were added and mixed for 30 s, then 1 mL of the appropriate bacterial dilution was added and incubated as detailed in the Section "Materials and Methods" Regarding the identification of ST, all three target strains were detected with STM4497, without any interference due to non-target species. However, even the selection of typh gene, resulted in correct identification of all non-Salmonella strains, three Salmonella strains were misidentified as ST, AMC 28 (S. Oranienburg), 84 (S. Wentworth), and 253 (Salmonella nonEnteritidis/non-Typhimurium); while isolate AMC 96, previously confirmed as ST by qPCR with F3/B3 primers (Garrido-Maestu et al., 2017b) was not detected.
Regarding the LoD (lowest detectable concentration), for SE with safA it was possible to detect 0.00144 ng/µL over 5 consecutive 10-fold dilutions, while with Sdf I could only cover 3 dilutions reaching 0.144 ng/µL, as depicted in Figure 1A . Regarding ST, the lowest LoD was achieved with STM4497 reaching 0.00438 ng/µL, likewise safA over five consecutive dilutions; while with typh a higher value was detected as could only detect 4.38 ng/µL, see Figure 1B .
evaluation and comparison of the Different assays to Detect Se and ST in Food samples
Different types of foods, i.e., chicken, turkey, eggs, and egg products, were spiked at different concentrations, and with different combination levels of each SE/ST strain. A total of 87 samples were analyzed. Both SE targets gave similar positive results where all but two samples were correctly identified. However, with the ST STM4497 gene target, again only two deviations were detected, while with the typh gene target, 16 of the 87 samples were misidentified. These results are summarized in Table 3 .
Based on the results obtained from the spiked food samples, it was determined that both genetic targets for SE performed well, with minor differences among them. This was not the case for ST, as major differences were observed when targeting STM4497 and typh. The values obtained by the later were the worst of all the genes evaluated. It is worth highlighting that the k value obtained was of 0.62, which can be interpreted as "substantial agreement, " while for the rest, values higher than 0.9 were obtained. This is interpreted as "almost complete concordance. " The results are summarized in Table 4 .
DiscUssiOn
The increased acceptance of molecular methods for the detection of different bacterial pathogens in foods has led to the appearance of a great number of approaches for this purpose. In the current study, a set of four genes, two for SE and two for ST, were systematically compared in order to evaluate their adequacy to Altman (1991) and Anderson et al. (2011)] . AL acceptable with values below 3-6 (D'Agostino et al., 2016 detect these, particularly problematic Salmonella serovars, in food samples. Overall, it was observed that both genes evaluated targeting SE (safA and Sdf I) performed well, with minor differences. In the specificity test, all bacterial strains were correctly identified with both genes. Regarding the LoD with DNA extracted from pure bacterial cultures, safA was 100 times more sensitive than Sdf I (0.00144 ng/µL, compared to 0.144 ng/µL). The results obtained after the analysis of spiked samples were similar, being only detected one PD with safA and one ND associated with a sample co-inoculated with ST but with a concentration 10 7 times higher. This sample was also misidentified with Sdf I. With this second gene, no PD were detected but a second ND was obtained. This was associated with a sample with <10 cfu/25 g of SE. Overall, in spiked samples, both genes obtained values higher than 95% in all the parameters evaluated and the Acceptability Limit (AL) below 3 and 6, as recommended (D' Agostino et al., 2016) .
Greater differences were observed in the evaluation of the genetic targets selected for ST. While STM4497 obtained very good results, typh proved more difficult. Under the conditions tested the lowest DNA concentration that was detectable with STM4497 was 0.00438 ng/µL, while with the typh target only two consecutive dilutions were positive and reached 4.38 ng/µL. In addition, while all pure culture strains were correctly identified with STM4497, a total of four strains were misidentified targeting typh gene (one ST was not detected, and three non-ST obtained positive results). It is worth considering that the specificity problems were only associated with Salmonella strains, as all the 19 non-Salmonella isolates were correctly identified as negative.
The differences in performance detected when testing pure cultures matched what was observed after sample inoculation. For STM4497, only two ND were obtained (these were associated with two samples co-inoculated with SE, thus it seems that this second strain grew more than ST). Regarding typh, a total of 16 deviations were detected. Out of these, six ND were associated with inoculation levels of <10 cfu/25 g, 1 ND was a sample coinoculated with 10 7 times more SE, and one with an inoculum in the range of 10 2 -10 3 cfu/25 g. As commented above, these results correlate with those obtained with DNA isolated from pure bacterial cultures, where STM4497 proved more sensitive than typh. Finally, eight PD were detected, five associated with non-spiked samples, and three more with samples inoculated with SE. All these erroneous results obtained in food samples, corroborated the specificity data obtained with pure bacterial cultures, and ended up in unacceptable AL values (0-16).
When the results obtained were compared with those previously published for each target, some differences were observed. For safA and STM4497 it was possible to reach a lower LoD, with DNA from pure cultures, than that reported by Garrido-Maestu et al. (2017b) ; but minor differences were observed with spiked samples. These discrepancies may be associated with small changes in the method, such as the inclusion of loop primers, which were not used in the original study.
The specificity results obtained with Sdf I matched those previously published by Yang et al., but the LoD was higher in the current study (Yang et al., 2010) . Greater differences were observed for typh, with respect to the study of Pavan Kumar et al., who reported excellent specificity (Pavan Kumar et al., 2014) . In our experiments, their primers were not able to correctly discriminate all the strains tested. This is in agreement with the fact that BLAST testing of these primers reported same results for ST as for other serovars. Regarding the LoD, once more, in the present study, the results were worse than those reported in the original paper, as we could only detect 4.3 ng/µL, while it was indicated that 0.002 ng/µL could be reached. As mentioned previously, the discrepancies found among this and the original studies may be related with slight differences in the methodology followed, i.e., small differences in the amplification temperature, end-point results with respect to real-time turbidity tracking, application of gel electrophoresis, among others.
The reasons behind the overall differences in performance obtained by these four genetic targets may be of diverse origin, from the quality of the selected sequences, the primer design process, to specific assay optimization. Thus, caution must be taken when attempting to directly implement previously published studies in routine laboratory testing.
cOnclUsiOn
The comparison of four genetic targets for the specific detection of SE and ST, in food samples, reported minor differences among all them, except for typh gene. In this sense either safA or Sdf I can be implemented for the detection of SE (the assays were equally specific, safA was 100 times more sensitive than sdf I, but after enrichment, both obtained optimal results in food samples). It is advised to select STM4497 over typh (more deviations were obtained during the evaluation of the specificity with typh, in addition to being 1,000 times less sensitive, and with the lowest quality parameters after evaluation in food samples). reFerences
